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Commissioner for Patents 
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Alexandria, VA 22313 



Dear Sir: 

Chrlstophe Marcireau declares as follows: 

1 . I am an inventor of the inventions claimed in U.S. Patent Application 
Serial No. 09/744,125 filed on September 17, 2001 ("the '125 application"). 

2. Prior to September 10, 1 997 I obtained the nucleic acid of SEQ ID 
NO:1 in France, a WTO member country. 

3. Prior to September 10, 1997, I translated SEQ ID NO:1 and obtained 
the amino acid sequence of SEQ ID NO:2 in France, a WTO member country. 

4. Attached hereto is a machine-generated graph that shows the results 
of the sequencing of the nucleic acid of SEQ ID NO:1. The sequencing of SEQ ID 
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NO:1 and its translation to obtain the amino acid sequence of SEQ ID NO:2 was 
performed under my direction. The machine-generated date on the graph has been 
redacted, but that date is prior to September 10, 1997. The sequencing was 
conducted in France, a WTO member country. 

5. I declare that all of the foregoing statements are true, recognizing that 
willful false statements are punishable by fine or imprisonment, or both, under 18 
U.S.C. § 1001 , and that any such willful false statements may jeopardize the validity 
of the application or any patent that issues from it. 
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mbp3nt [1 to 1257] -> 1-phase Translation 



DNA sequence 1603 b.p. GTGGATXXCCXrG ... TCGCCCTATAGT linear 

4909+8855+8955+8856+6196 mekklbp3 



1/1 31/11 

GTG GAT CCC CCG GGC TGC AGG AAT TOG GCA CGA GGT GGG GTG GAA CCA GGG CGC TGT TCG 
VDPPGCRNSARGGVEPGRCS 
61/21 91/31 

GGG AGT GAA CCC TCC TCC AGT GAG AAA AAG AAG GTA TCC AAA GCC CCC AGC ACT OCT GTG 
GSEPSSSEKKKVSKAPSTPV 
121/41 151/51 

CCA CCC AGC CCA GCC CCA GCC CCT GGA CTC ACC AAG CGT GTG AAg AAg AGT AAA CAG CCA 
PP SPAPAPGLTKRVKKSKQP 
181/61 - 211/71 

CTT CAG GTG ACC AAG GAT CTG GGC CGC TGG AAg CCT GCA AAT GAC CTC CTG CTC ATA AAT 
LQVTKDLGR WKPANDLLLIN 
241/81 271/91 

GCT GTG TTG CAg ACC AAC GAC CTG ACC TCC GTC CAC CTG GGC GTG AAA TTC AGC TGC CGC 
AVLQTNDLTSVHLGVKFSCR 
301/101 331/111 

TTC ACC CTT CGG GAG GTC CAG GAG CGT TGG TAC GCC CTG CTC TAG gAT CCT GTC ATC TCC 
FTLREVQERWYALLYDPVIS 
361/121 391/131 

AAG TTG GCC TGT CAG GCC ATG AGG CAG CTG CAC CCA GAG GCT ATT GCA GCC ATC CAG AGC 
KLACQAMRQLHPEAIAAIQS 
421/141 451/151 

AAG GCC CTG TTT AGC AAG GCT GAG GAG CAG CTG CTG AGC AAA GTG GGA- TCG ACC AGC'CAG 
KALFSKAEEQLLSKVGSTSQ 
481/161 511/171 

CCC ACC TVG GAG ACC TTC CAG GAC CTG CTG CAC AGA CAC CCT GAT GCC TTC TAC CTC GCC 
PTLETFQDLLHRHPDAFYLA 
541/181 571/191 

CGT ACC GCG AAG GCC CTG CAG GCC CAC TGG CAG CTC ATC AAG CAG TAT TAC CTC CTC GAG 
RTAKALQAHWQLMKQYYLLE 
601/201 631/211 

GAC CAG ACA GTC CAG CCG CTC CCC AAA GGG GAC CAA GTC CTC AAC TTC TCT GAT GCA GAG 
DQTVQPLPKGDQVLNFSDAE 
661/221 691/231 

GAC CTC ATT GAT GAC AGT AAG CTC AAG GAC ATC CGA GAT GAG GTC CTC GAA CAT GAG CTC 
DLIDDSKLKDMRDEVLEHEL 
721/241 751/251 

ATC GTC GCT GAC CGG CGC CAG AAG CGA GAG ATT CGG CAG CTC GAA CAG GAA CTC CAT AAG 
MVADRRQKREIRQLEQELHK 
781/261 811/271 

TGG CAG GTC CTA GTC GAC AGC ATC ACA GGC ATC AGC TCT CCG GAC TTC GAC AAC CAg ACA 
WQVLVDS I TGMS S PDFDNQT 
841/281 871/291 

CTC GCA GTC CTC CGGRgC CGC ATC GTC CGG TAC CTC ATC CGC TCG CGT GAG ATC ACC CTC^ 
LAVLRiGRMVRYLMRSRE ITL 
901/301 931/311 ^ 

GGC AGA GCA ACC AAG GAT AAC CAG ATT GAT GTC GAC CTC TCT CTC GAG GGT CCG GCC TCG 
G_2^ A T K D W Q I D V D h S L e" G P a" W 
91517321 991/331 

AAG ATA TCC CGG AAA CAA GGT GTC ATC AAG CTC AAG AAC AAC GGT GAT TTC TTC ATT GCC 

K I S RK.,Q GVIKLKNNGDFFIA 

lQ2tmr 1051/351 

AAT GAG GGT CGAJ CGGj CCC ATC TAC ATC GAT GGA CGG CCG GTC CTC TCT GGC TCC AAA TCG 
N E G r/rJp I Y I D G,R PlV L C G S K W 
1081/361 lllimi-^ 

cgc ctc agc aac aac tct gtc gtc gag atc gcc agc ctc cga ttc gtc ttc ctt atc aac 
rlsnnsvveiaslrfvflin 

1141/381 1171/391 

CAG GAC CTC ATT GCC CTC ATC AGG GCT GAG CTC CCA AGA TCA CAC CAC AGT GAG GAA TCG 
QDLIALIRAELPRSHHSEEW 
1201/401 1231/411 

TGG CAG GAC TCG TGG GCC CTC TCC GGC CTC TTT CCC CTC CCA CTC CAG CCC CCT TGA 

wqdswalsglfplplqpp* 
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### DNA Strider™ 1.2 ### 



mbp3nt [1 to 1257] -> 1-phase Translation 

DNA sequence 1603 b.p. GTGGATCCCCCG ... TCGCCCTATAGT linear 

4909+8855+8955+8856+6196 mekklbp3 

1/1 31/11 

GTG GAT CCC CCG GGC TGC AGG AAT TCG GCA CGA GGT GGG GTG GAA CCA GGG CGC TGT TCG 
VDPPGCRNSARGGVEPGRC S 
61/21 91/31 

GGG AGT GAA CCC TCC TCC AGT GAG AAA AAG AAG GTA TCG AAA GCC CCC AGC ACT CCT GTG 
GSEPSSSEKKKVSKAPSTPV 
121/41 151/51 

CCA CCC AGC CCA GCC CCA GCC CCT GGA CTC ACC AAG CCT GTG AAg AAg AGT AAA CAG CCA 
PP SPAPAPGLTKRVKKSKQP 
181/61 211/71 

CTT CAG GTG ACC AAG GAT CTG GGC CGC TGG AAg CCT GCA AAT GAC CTC CTG CTC ATA AAT 
LQVTKDLGRWKPANDLLLIN 
241/81 271/91 

GCT GTG TTG CAg ACC AAC GAC CTG ACC TCC GTC CAC CTG GGC GTG AAA TTC AGC TGC CGC 
AVLQTNDLTSVHLGVKFSCR 
301/101 331/111 

TTC ACC CTT CGG GAG GTC CAG GAG CGT TGG TAC GCC CTG CTC TAG gAT CCT GTC ATC TCC 
FTLREVQERWYALLYDPVI S 
361/121 391/131 

AAG TTG GCC TGT CAG GCC ATG AGG CAG CTG CAC CCA GAG GCT ATT GCA GCC ATC CAG AGC 
KLACQAMRQLHPEAIAAIQS 
421/141 451/151 

AAG GCC CTG TTT AGC AAG GCT GAG GAG CAG CTG CTG AGC AAA GTG GGA- TCG ACC AGC CAG 
KALFSKAEEQLLSKVGSTSQ 
481/161 511/171 

CCC ACC TT-G GAG ACC TTC CAG GAC CTG CTG CAC AGA CAC CCT GAT GCC TTC TAC CTG GCC 
PTLETFQDLLHRHPDAFYLA 
541/181 571/191 

CGT ACC GCG AAG GCC CTG CAG GCC CAC TGG CAG CTC ATG AAG CAG TAT TAC CTG CTG GAG 
RTAKADQAHWQLMKQYYLLE 
601/201 631/211 

GAC CAG ACA GTG CAG CCG CTG CCC AAA GGG GAC CAA GTG CTG AAC TTC TCT GAT GCA GAG 
DQTVQPLPKGDQVLNFSDAE 
661/221 691/231 

GAC CTG ATT GAT GAC AGT AAG CTC AAG GAC ATG CGA GAT GAG GTC CTG GAA CAT GAG CTG 
DLIDDSKLKDMRDEVLEHEL 
721/241 751/251 

ATG GTG GCT GAC CGG CGC CAG AAG CGA GAG ATT CGG CAG CTG GAA CAG GAA CTG CAT AAG 
MVADRRQKRE IRQLEQELHK 
701/261 811/271 

TGG CAG GTG CTA GTG GAC AGC ATC ACA GGC ATG AGC TCT CCG GAC TTC GAC AAC CAg ACA 
WQVLVDSITGMSSPDFDNQT 
841/281 871/291 

CTG GCA GTG CTG CGGjfGGC CGC ATG GTG CGG TAC CTG ATG CGC TCG CGT GAG ATC ACC CTG- 
LAVLRiGRMYRYLMRSRE IT L 
901/301 ^ 931/311 ^ 

GGC AGA GCA ACC AAG GAT AAC CAG ATT GAT GTG GAC CTG TCT CTG GAG GGT CCG GCC TGG 
9 __ R ATKDNQIDVDLSLEGPAW 
961/321 991/331 

AAG ATA TCC CGG AAA CAA GGT GTC ATC AAG CTG AAG AAC AAC GGT GAT TTC TTC ATT GCC 

K I S R K . .Q GVIKLKNNGDFFIA 

102f/3^r' ^ 1051/351 

AAT GAG GGT Cg3 CGGj CCC ATC TAC ATC GAT GGA CGG CCG GTG CTC TGT GGC TCC AAA TCG 
N E G R (r Jp lYIDG.RPlVLCGSKW 

1081/361 iiiVy^J^l 

CGC CTC AGC AAC AAC TCT GTG GTC GAG ATC GCC AGC CTC CGA TTC GTC TTC CTT ATC AAC 
RLSNNSVVEIASLRFVFLIN 
1141/381 1171/391 

CAG GAC CTC ATT GCC CTC ATC AGG GCT GAG CTC CCA AGA TCA CAC CAC AGT GAG GAA TGG 
QDLIALIRAELPRSHHSEEW 
1201/401 1231/411 

TGG CAG GAC TCG TGG GCC CTC TCC GGC CTC TTT CCC CTC CCA CTC CAG CCC CCT TGA 
WQDSWALSGLFPLPLQPP* 
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